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OIPE 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/732,597 



DATE: 12/21/2000 
TIME: 10 : 15 : 55 



W- 



3 
5 
7 

- > 9 
-> 10 

12 
-> 13 

15 
17 
19 
20 
21 
22 
24 
25 
2G 
28 
29 
30 
31 
32 
33 
34 

3 5 
36 
37 
3ft 
39 

4 0 
4.1 
42 
4 3 
44 

W--> 4 5 

4 6 
47 
4 8 

4 9 
50 
51 

5 3 
54 
5 5 
56 
5 8 
59 



Input Set : 
Output set;: 



A:\BB1413 US NA Seq Listing.txt 
N:\CKF3\12 212000\l7 3259 7.raw 



ENT 



2 <I10> APPLICANT: Cahoon, Edgar B . 
Cahoon, Rebecca E. 

TITLE OF INVENTION: Enzymes Involved 
FILE REFERENCE: BB1413 US NA 
CURRENT APPLICATION NUMBER: US/09/7 32 
CURRENT FILING DATE: 2000-12-08 
PRIOR APPLICATION NUMBER: 60/169,968 
PRIOR FILING DATE: 9 DECEMBER 1999 
NUMBER OF SEQ ID NOS : 12 
SOFTWARE: Microsoft Office 97 
SEQ ID NO: 1 
LENGTH : 1344 
TYPE: DMA 

Hedera helix 



<12(» 
<130> 
<140> 
<141> 
<150> 
<I51> 
<160> 
<170> 
<21()> 

<2:i i> 

<212> 

<213> ORGANISM 
<220> FEATURE: 
<221> NAME/KEY: unsure 
<222> LOCATION: (997) 
<4 00> SEQUENCE: 1 
caaccccaga aaataaaaa I: 
aa 1 1 tcca at gca a g a a g n a 
agagttagct ctccaagggt 
gataatetca aaagtccgcc 
ga a a tat tea agteccttga 
gtegagaaat cttggeaacc 



In Petroselinic Acid Biosynthesis 
, 597 



gagcaagtgc 
ttag ttggag 
tgtgatggta 
gca tggactg 
ggaagggttg 
ga ta tcaagt 
gcaaccttca 
ctegctcaca 
aaga tcgtgg 
a Lga tig c gca 
ctttttaaac 



aaaaactcaa gaagaagaag 
ccaccctgct; gcgtttgcta 
tttcatggct tccactgtca 
aaatctt.caa gtcactcact 
tgattgggct aggaacaatg 
acaagactac ttg cog gate 
gggagttgag ggaaagggee aaggagattc 
cttccaacat 
gageccagtg 
gaccttclica 
acta ttcaat 
ggcttcatct 
aagctggccc 
gacgagaagc 
tgaga tcgae cccgacacaa 
aatgccagcg cacttgatgt 
ggttgctcag agagtgnggg 



atatgatcac agaagaagca 
ttaaggatga gactggggc t 
ccgaagagaa Lagaca tgg t; 
atatgaggaa aattgagaag 
cagaaaacag cccctaccta 
tatccca tgc caacacagcc 
tctgcggctc catcgcctcc 
aaaagctege 
aaaaaataac 
atttcaegge 



tgegacatet 
gacgaggggo 
gaagagaaag 
tgga ttttca 
gagty Lag La 
ag Lgtttgag 
<210> SEQ 



tagatj tit Let 
gaaaagegea 
tgcaggggaa 
ategggagtt 
ga tttcta tia 
ttttaagtaa 
ID NO: 2 



ggtggataaa 
gcjaatatg Lg 
ggagaagaag 
gaagata tga 
tgcatgttta 
a a a a 



tggaatgtgg 
tig tgaattgg 
aagaaagctg 
acaggaaggg 
ta tattatga 



aaqaaa tggc 
agtcaccatti 
a etc ta a etc 
eta t gee ace 
tgttgattca 
cggtgtcaga 
ccgacgacta 
a tatgtictat 
c Ltgggcaa t; 
a Laagtacc t 
a tetcategg 
acacatcctt 
a a ca eta egg 
gccacgccao 
cagtaattgc 
aegaeggaag 
tttattctgc 
aaaggctllac 
gtcccaagat 
agcaccctgt 
aagggaa tgg 
a tga t tat La 



tttgaagctc 
aecagtgacc 
catggttctt 
ccaaaagcta 
cctcaaatct 
egga ttcgag 
ttttgtggtg 
gctcaatagg 
gtggactagg 
ttatttgtet 
ctcaggaa tg 
ccaagagaga 
cgacaagaac 
agcetacacc 
Ltttgcagat 
tgacgaactt 
gttggattat 
ggggctgtcg 
Laggcgag tg 
ttctttcagc 
aggagcaaat 
tataataata 



60 
12 0 
180 
24 0 
300 
360 
420 
4 80 
540 
6 00 
660 
72 0 
780 
84 0 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
134 4 



<211> LENGTH: 394 

<212> TYPE: PRT 

<213> ORGANISM: Hedera helix 

<220> FEATURE: 

<221> NAME/KEY: UNSURE 
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RAW SEQUENCE LISTING DATE: .12/21/2000 

PATENT APPLICATION : US/09/7 3 2, 597 TIME : -10 : 15 : 5 5- 

input Set : A:\BB1413 US NA Seq Listing.txt 
Output Set: N:\CRF3\12212000\l732597.raw - 

6 0 <222> LOCATION: (318) 



62 <4 00> "SEQUENCE': 2 



63 


Met 


cila 


Leu 


Lys 


Leu 


Asn 


Plie 


Gin 


Cys 


Lys 


Lys 


Asn 


His 


Pro 


Ala 


Ala 


64 


1 








5 










10 










15 




66 


Phe 


Aid 


Lys 


Ser 


Pro 


Leu 


Pro 


Val 


Thr 


Arg 


Val 


Ser 


ser 


Pro - 


Arg 


Val 


67 








20 










2 5 








30 






69 


Plie 


Wet. 


Ala 


Ser 


■Thr 


Val 


Asn 


Ser 


Asn 


Ser; 


Met 


Val 


Leu 


Asp 


Asn 


Leu 


70 






3 5 










40 










4 5 








72 


Lys 


Ser 


pro 


Pro 


Asn 


Leu 


Gin 


Val 


Thr 


His 


Ser 


Met 


Pro 


Pro 


Gin 


hys 


73 




50 










55 










60 










75 


Leu 


Glu 


lie 


Phe 


Lys 


Ser 


Leu 


Asp 


Asp 


Trp 


Ala 


Arg 


Asn 


Asn 


Val 


Leu 


lb 


65 










70 










75 










80 


1 8 


lie 


His 


Leu 


.Lys 


Ser 


Val 


Glu 


Lys : 


Ser 


Trp 


Gin 


Pro 


Gin 


Asp 


Tyr 


Leu 


79 










8 5 










90 










95 




81 


Pro 


Asp 


Pro 


Val 


Ser 


Asp 


Gly 


Phe 


Glu 


Glu 


Gin 


val 


Arg 


Glu 


Leu 


Arg 


82 








100 










105 










110 






84 


Glu 


Arc] 


Ala 


Lys 


Glu 


He 


Pro 


Asp , 


Asp 


Tyr 


Phe 


Val 


val 


Leu 


Val 


Gly 


8 5 






115 










120 










125 








87 


Asp 


Met 


lie 


Tlir 


Glu.. 


Glu 


Ala 


Leu 


Pro 


Thr 


Tyr 


Met 


Ser 


Met 


Leu 


Asn 


88 




13 0 ■-- 










13 5 










14 0 










90 


Arg 


Cy:s : 


Asp 


Gly 


Lie 


Lys 


Asp 


Glu 


Thr 


Gly 


Ala 


Glu 


Pro 


Ser 


Ala 


Trp : 


91 


14 5 










150 










155 










160 


93 


Ala 


Met 


Trp 


Thr 


Arg 


Ala 


Trp 


Thr 


Ala 


Glu 


Glu 


Asn 


Arg 


His 


Gly 


Asp 


94 










16 5- 










170 










175 




9.6 


lei; 


i,eu. 


Asn 


T&S 


Tyr 


Leu 


Tyr 


Leu-,. 


.Ser 


GXy 


a.r.f] 


Va 1 


Asp 


Met 


Arg 


Lys 


97 








18:0 










185 










190 






99 


Ho 


Glu 


Lys 


Thr 


He. 


Gin 


Tyr 


Leu 


He 


Gly 


Ser ' 


Gly 


Met 


Asp 


He 


Lys 


100 






195 










200 










205 








102 


Sec 


Glu 


Asn 


Ser 


Pro 


Tyr 


Leu 


Gly 


Phe 


He 


Tyr 


Thr 


Ser 


Phe 


Gin 


Glu 


103 




210 










215 










22 0 










10 5 


Arg 


Ala 


Thr 


Phe 


tie 


Ser 


His 


A.la 


Asn 


Thr 


Ala 


Lys 


Leu 


Ala 


Gin 


His 


106 


225 










230 










235 










24 0 


108 


Tyr 


Giy 


- Asp 


l Lys' 


. Asn 


Leu 


Ala 


His 


Tie 


Cys 


Gly 


Ser 


He 


Ala 


Ser 


Asp 


109 








'-. 


24 5 










250 










255 




in 


G.l u 


Lys 


Arg 


His 


Ala 


; Thr 


Ala 


Tyr 


Thr 


Lys 


He 


Val 


Glu 


Lys 


Leu 


Ala 


112 








2 60 










265 










270 






114 


Glu 


.1 Le 


Asp 


Pro 


Asp 


Thr: 


Thr 


Val 


He 


Ala 


Phe 


Ala 


Asp 


Met 


Met 


Arg 


115 






275 










280 










285 








117 


. Lys 


Lys 


lie 


Thr 


Met 


Pro 


Ala 


His 


Leu 


Met 


Tyr 


Asp 


Gly 


Ser 


Asp 


Glu 


.1.18 




290 










295 










300 








W~-> 120 


Leu 


Leu 


Phe 


Lys 


His 


Phe 


Thr 


Ala 


Val 


Ala 


Gin 


Arg 


Val 


xaa 


Val 


Tyr 


V 121 


305 










310 










315 










320 


" 123 


Ser 


Ala 


r Leu 


Asp 


Tyr 


Cys 


Asp 


He 


Leu 


Glu 


Phe 


Leu 


val 


ASp 


Lys 


Trp 


.12 4 










325 










3 30 










335 




12*6 


,Asn 


Val 


, GLu 


Arg 


Leu 


Thr 


G.ly 


Leu 


Ser 


ASp 


Glu 


Gly. 


Arg 


Lys 


Ala 


Gin 


12 7 








340 










345 










350 






129 


Glu 


Tyr 


val 


Cys 


Glu 


Leu 


Gly 


Pro 


-Lys 


lie 


Arg 


Arg 


Val 


Glu 


Glu 


Lys 


130 






355 










360 










365 








' 132 


Val 


Gin 


Gly 


Lys 


Glu 


Lys 


Lys 


Lys 


Lys 


Ala 


Glu 


His 


Pro 


Va 1 


Ser 


Phe 
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RAW SEQUENCE LISTING DAT 15 : .12/21/2000 

PATENT AP PLI CAT TO N : US/09/7 32, 597 -TIME: 10:15:55 
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133 370 375 380 

13 5 Ser-Trp Tie Phe Asn Arg Glu Leu Lys He ' 
136 385 390 

138 <210> SEQ 10 NO: 3 

139 <211> LENGTH: 445 

14 0 <2.12> TYPE: DNA 

141 <213> ORGANisy : Hedera helix 
14 3 <400> SEQUENCE: 3 

14 4 cttcgtgctc tccgcctctt gtttttttct ctttccaaat a.ttttctgag taattttctc 60 

14 5 agatctattc qtcbttcttc tctccctaat ttgatccatc aatggcttet gttactgect 120 

146 catcga ttt;c i cttca'cctct ategcaaget ccctcaagca aaaccaggga ebtgecaag-a 180 

147 qttcaatttc actctctgtc aatgggaaat ccttccgttc acttaggttg ctgtcggoac 24 0 
118 cacttogjett cagagtgtca tgegcagega aaccagGgac agtggacaag gtgtgtgaga 300 
1.49 ttgtgcggaa acaactggcg ctgccgctya ttctgcaagt cactggagag tcaaaattcg 360 

15 0 ca-gcggttgg ggctgattct ctcgacacgg ttgagattgt gatgggacta aaggaggaat 4 20 
151 teggaatcaa ycgtgggaaa aagaa 4 45 
15 3 <210> SEQ ID NO: 4 , 

154 <211> LENGTH: 114;:/ 

15 5 <212> TYPE: PRT 

156 <213> ORGANISM: Hedera helix 

158 <400> SEQUENCE: 4 



1 5 9 


Me t 


Ala. 


'Ser 


.Val 


Thr 


Ala 


Ser 


Ser 


Tie 


Ser 


Phe 


Thr 


Ser 


lie 


Ala 


Ser 


.16 0 


1 


















10 










15 




162 


Ser 


Leu 


Lys 


Gin 


Asn 


Gin 


Gly 


Leu 


Ala 


Lys 


Ser 


Ser 


He 


Ser 


Leu 


Ser 


163 








20 










25 










30 






i 6 C ' 


Val 


As : ii 


G j. y 


Lys 


Ser 


Fhe 


Arg 


Set 


L^u 


Arg 


Leu 


Leu 


Ser 


Ala 


Fro 


Leu 


.16 6 






35 










4 0 










4 5 








16 8 


Arg 


Phe 


.Arg 


Val 


Ser 




Ala 


A. 1 a l.ys 


Pro 


Ala 


T'hr 


Val. 


Asp 


Lys 


Val 


16 9 




5 0 










55 










60 










171 


Cys 


Glu 


lie 


Val 


Arg • Lys 


Gin 


Leu 


Ala 


Leu 


Pro 


Leu 


lie 


Leu 


Gin 


Val 


17 2 


65 










70 










75 










80 


17 4 


Thr 


oiy 


Glu 


Ser 


Lys 


Phe 


Ala 


Ala 


Leu 


Gly 


Ala 


Asp 


Ser 


Leu 


Asp, 


Thr 


175 










85 










90 










95 




177 


val 


Glu 


He 


Val 


Met 


Gly 


Leu 


Lys 


Glu 


Glu 


Phe 


Gly 


He- 


Lys 


Arg 1 


Gly 


178 








100 










10 5 








110 







180 Lys Lys 

181 114 

183 <210> SEQ ID MO: 5 

1 H 4 <211> LENGTH: 920 " 

18 5 <212> TYPE: DNA 

186 <213> ORGANTSM: Hedera helix 

188 <4 00> SEQUENCE: 5 

189 cttcgtgctc tccg r ectctt gtttttttct ctttccaaat attttctgag taattttctc 6 0 

190 agatctaLtc ctctttcttc tctccctaat ttgatocatc aatggcttet gttactgect 120 

191 catcgatttc cttcacctct ategcaaget" ccctcaagca aaaccaggga cttgcc.aaga 180 

192 gttcaatttc actctctgtc aatgggaaat ccttccgttc acttaggttg ctgtcggcac 240 

193 cacttcgett cacjaij itgtca a t:gcgcagega aaccagcgac agtggacaag gtgtgtgaga ' 300 

194 ttgtgcggaa' acaactggcg ctcjccggctg attctgeagt cactggagag tcaaaattcg 360 

19 5 cagegcttgg ggctgattct ctcgacacgg ttgagattgt gatgggacta gaggaggaat 4 20 



1 



J2/2|i00 



RAW SEQUENCE LISTING 

PATENT APPLI C ATI 6 N : US/09/732,597 



DATE: .12/21/2000 
TIME: 10:1.5:55 



Input: Set : A:\BB1413 US NA Seq Listing.txt 
Output Set: N:\CRF3\12 2120 00\I7 32 59 7.raw 

196 tcggaatcay cgtggaagaa gaaagtgcac agaccaUtgc giactgttcaa gatgcagcgg 4 80 

197 acctgattga gaagcttgtt gayaaaaagg agtayaagaa ccggggtaga aaLtctgcna 540 

198 aataggttta ttaa.ggacag ttactttatt agya t;yy ttc atcaagatct tcatLaccct 600 

199 acatttattt gtatgctcct catgaayccy caa.aagtagt aytygtgaty aaatttaccc 6 60 
2 00 cgagtcttcgv ecttaa ttal caaagtgaga gagccagaaa aagaggctan gctatetctc 720 

201 atctcgttat gttttatttt cttytcggae ttctggttgg agtttttttt„ ttittatctaa 780 

202 aeatgatatt agtcttgttt aanagtttct caaaaaaata tatcttyttg ttgagactga 840 
20 3 tggayttatt yctettgata ttttgaatyt attttyagtt atteaaaaaa aaaaaaaaaa 900 
204 aaaaaaaaaa aaaaaaaaaa .. 920 
207 <21 0> SEQ ID NO: 6 

2 08 <2il> LENGTH: 137 

209 <2 1 2> TYPE : PRT 

210 <213> ORGANISM: lied era helix, 

212 <4 0 0> SEQUENCE: 6 - 

213 Met Ala Ser Val Thr Ala Ser Sex He Ser Phe Thr Ser He Ala Ser 

214 1 5 10 15 

216 Ser Leu Lys Gin Asn Gl.n< Gly Leu Ala Lys Ser Ser He Ser Leu Ser 

217 20 2 5 30 

219 Val Asn Gly Lys Ser Phe Arg Ser Leu Arg Leu Leu Ser Ala Pro Leu 
220- " 35, 40 45 

222 Arg Phe Arg Val Ser Cys Ala A La Lys Pro Ala Tlir Val Asp Lys Val 

223 50 5 5 6 0 

225 Cys Glu He val Ary Lys Gin Leu Ala Leu Pro Ala Asp Ser Ala Va.L 

226 65 70 75 80 

228 Thr Gly Glu Ser Lys Phe Ala Ala Leu Gly Ala Asp Ser Leu Asp Thr 

229 8-5 9 0 95 

2 31 Val Glu He Val Met Gly Leu G.lu Glu' Glu Phe Gly lie Ser Val Glu 
232 100 * 1115 110 

234 Glu Glu Ser Ala Gin Thr lie Ala Thr Val Gin Asp Ala Ala Asp Leu 

235 115 12 0 125 

237 He Glu Lys Leu Val Glu Lys Lys Glu. 

238 130 135 

241 <2 1 0> SEQ ID NO: 7 

242 <211> LENGTH : 385 , ■ 
24 3 <212> TYPE : PRT 

244 <213> ORGANISM : Cor iancirum sativum 

246 <400> SEQUENCE : 7 

247 Met Ala Met Lys Leu Asn Ala Leu Met Thr Leu Gin Cys Pro Lys Arg 
24 8 1 5 .10 15 

2 50 Asn Met Phe Thr Arg He Ala Pro Pro Gin Ala Gly Ary val Arg Ser 

251 20 25 30 

253 Lys Val Ser Met Ala Ser Thr Leu His Ala Ser Pro Leu Val Phe Asp 

2 54 3 5 4 0 4 5 

2 56 Lys Leu Lys Ala Gly Ary Pro Glu Val Asp Glu Leu Phe Asn Ser Leu 

2 57 50 5 5 6 0 

2 59 Glu Gly Trp Ala Arg Asp Asa lie Leu Val His Leu Lys Ser Val Glu 

2 6 0 6 5 70 • 7 5 8 0 

262" Asn Ser Trp Gin Pro Gin Asp Tyr Leu Pro Asp Pro Thr Ser Asp Ala 

263 85 90 95 
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RAW SEQUENCE LISTING DATE : :i 2/21/2000 
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Input; Sot : A:\BB1413 US NA Seq Listing.txt 
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265 


Phe 


Glu 


Asp 


Gin 


Val 


Lys 


Glu 


Met 


Arg 


Glu 


Arg 


Ala 


Lys 


Asp 


He 


Pro 


266 








100 










105 










11.0 






268 


Asp 


Glu 


Tyr 


Phe 


Val 


Val 


Leu 


Val 


Gl y 


Asp 


Met. 


lie 


Thr 


Glu 


Glu 


Ala 


269 






1 1 5 










120 










125 








271 


Leu 


Pro 


Thr 


Tyr 


Met 


Ser 


Met 


Leu 


Asn 


Arg 


Cys 


Asp 


Gly 


He 


Lys 


Asp 


272 




130 










13 5 










14 0 










2 7 4 


Asp 


Th.r 




Ala 


Gin 


Pro 


Thr 


Ser 


Trp 


Ala 


Thr 


Trp 


Th.r 


Arg 


Ala 


Trp 


275 


14 5 










150 










155 










160 


277 


Tlir 


Ala 


Glu 


G.lu 


As n 


Arg 


1 ] 1 s 


G 1 v 


Asp 


Leu 


Leu 


Asn 


Lys 


Tyr 


Leu 


Tyr 


278 










16 5 










17 0 










175 




280 


Leu 


Ser 


Gly 


Arq 


Val 


Asp 


Me t 


Arg 


Met 


He 


Glu 


Lys 


Thr 


lie 


Gin 


Tyr 


281 








180 










185 










.190 






283 


Leu 


lie 


G ly 


Ser 


Gly 


Met 


Asp 


Thr 


tys 


Thr 


G.lu 


Asn 


Cys 


Pro 


Tyr 


Met 


284 






195 










200 










205 








286 


Gly 


Plie 


He 


Tyr 


Thr 


Ser 


Phe 


Gin 


Glu 


Arg 


Ala 


Thr 


Phe 


He 


Ser 


His 


287 




210 










215 










220 










289 


Ala 


Asn 


Thr 


Ala 


Lys 


Leu 


Ala 


Gin 


His 


Tyr 


Gly 


Asp 


Lvs 


Asn 


Leu 


Ala 


290 


225 










2 30 










2 35 










240 


292 


Gin 


Val 


Cvs 


G 1 v 

VI I.J 


Asn 


He 


Ala 


Ser 


Asp 


Gl ti 


Lys 


Arg 


His 


Ala 


Th.r 


Ala 


293 










24 5 










250 










255 




295 


Tvr 


Th.r 


Lys 


He 


Val 


Glu 


Lys 


Leu 


Al a 


Glu 


He 


Asp 


Pro 


Asp 


Thr 


Th r 


296 








260 










26 5 










270 






2 98 


Val 


lie 


Ala 


Phe 


Ser 


Asp 


Met 


Met 


Arg 


Lys 


Lys 


He 


Gin 


Met 


Pro 


Ala 


299 






275 










280 










285 








3 0 1 


H is 


Al a 


Met 


Tyr 


Asp 


Gly 


Se r 


Asp 


Asp 


Met 


Leu 


Phe 


Lys 


His 


Phe 


Thr 


3 02 




290 










295 










300 










304 


Ala 


Val 


Ala 


Gin 


Gin 


He 


Glv 


Va J. 


Tyr 


Ser 


Ala 


Trp 


Asp 


Tyr 


Cys 


Asp 


305 


305 










310 










315 










320 


307 


lie 


He 


Asp 


Phe 


Leu 


Val 


Asp 


Lys 


Trp 


Asn 


Val 


Ala 


Lys 


Met 


Thr 


Gly 


308 










325 










330 










335 




310 


Leu 


Ser 


Gly 


Glu 


Gly 


Arg 


Lys 


Ala 


Gin 


Glu 


Tyr 


Va 1 


Cv s 


Ser 


Leu 


Ala 


3 11 








340 










34 5 










35 0 






313 


Ala 


Lys 


He 


Arg 


Arg 


Val 


Glu 


Glu 


Lys 


Val 


Gin 


Glv 


Lys 


Glu 


Lys 


Lys 


314 






3 55 










36 0 










36 5 








316 


Ala 


Val 


Leu 


Pro 


val 


Ala 


Phe 


ser 


Trp 


He 


Phe 


Asn 


Arg 


Gin 


He 


He 


317 




370 










375 










380 










319 


lie 
































320 


385 
































322 


<210> SEQ TD MO: 


: 8 
























323 


<211> LENGTH: 137 
























324 


<212> TYPE: 


PftT 


























325 


<213> ORGANISM: 


Cor ian drum sativum 
















327 


<4 00> SEQUENCE: 


8 
























328 


Me t: 


Ala 


Ala 


Phe 


Thr 


Ala 


Ser 


Ser 


Val 


Ser 


Phe 


Thr 


Pro 


Leu 


Ser 


He 


329 


1 








5 










10 










15 




33:i 


Ser 


Leu 


Asn 


Gin 


Thr 


Lys 


Gly 


Phe 


Ala 


Arg 


Gly 


Ser 


Val 


Ser 


lie 


Pro 


332 








20 










25 










30 






334 


Ala 


Lys 


Ala 


Lys 


Ser 


Phe 


Gly 


Al a 


Leu 


Thr 


Leu 


Arg 


Asn 


Ala 


Pro 


Leu 


335 






35 










40 
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VERIFICATION SUMMARY" • DATE: 12/21/2000 

PATENT APPLICATION : US/0 9/7 3 2 , 597 TT.I-JE: 10:1.5:57 



Input Set : A:\BB1413 US NA Seq Listing.txt 
Output Set: N:\CRF3\12 212000\I7 3 2 59 7 .rav7 

9 M:270 C: Current Application Number differs Replaced Application Member 

10 M:271 C: Current Filing Date differs, Replaced Current Fa.lj.ng Date 

13 M:25G W: Invalid Numeric Header Field, Wrong Prior FILING DATE : Y YYY - MM - DD 
45 M:258 W: Mandatory Feature missing; <223> not found for SblQ ID'# : 1 
4 5 M : 34 0 W : ( 4 6 ) " n " or " Xaa " used : Fea ture required, for SEQ ■ IDS : 1 
120 M:258 W: .Mandatory Feature missing, <22 3> not found for SEQ ID$:2 
120 M : 3 4 0 W : (4 6 ) " h, " or " Xaa " used: Fe a t u re requ i red , f or S fciQ I D# : 2 



